Kocuria rosea (ATCC 186), Pseudomonas putida (ATCC 12633), and Escherichia coli (ATCC 35218) were cultured in nutrient broth (NB), while Micrococcus luteus (Schroeter) (ATCC 4698) cells were cultured in trypticase soy broth (TSB). The Kocuria rosea (ATCC 186), Pseudomonas putida (ATCC 12633) cells in the cultured media were placed in a shaking incubator at 26 °C (37 and 30 °C for Escherichia coli (ATCC 35218) and Micrococcus luteus (Schroeter) (ATCC 4698), respectively) and were shaken at 180 rpm for 18-36 hours. The bacterial cultures were grown until their mid-late exponential phase was reached. The concentration of the bacterial cultures was quantified by the plate-count technique, by performing serial dilution plating on solid agar media (NB agar for ATCC 186, ATCC 12633 and ATCC 35218, and trypticase soy agar for ATCC 4698) and incubation overnight at 26 °C for ATCC 186 and ATCC 12633 (37 and 30 °C for ATCC 35218 and ATCC 4698, respectively). The Pseudomonas putida (ATCC 12633) and Escherichia coli (ATCC 35218), Micrococcus luteus (ATCC 4698) and Kocuria rosea (ATCC 186) counts were on average 1.6 × 10 5 , 1.5 × 10 5 , 1.8 × 10 5 and 1.9 × 10 5 colony forming units (CFUs) per milliliter of culture. These concentrations were used in all the experiments done in this work unless otherwise mentioned.
PCR reagents and experimental setup
The structure of Micrococcus luteus (ATCC 4698), Kocuria rosea (ATCC 186), Pseudomonas putida (ATCC 12633), and Escherichia coli (ATCC 35218) primers used in the PCR reaction is provided in Table S1. The PCR tubes were first preheated and incubated at 95°C for 3 min for initial denaturation, and then the PCR thermal cycler was programed to run for 30 cycles at 95°C for 30 sec, 55°C (6°C gradient) for 70 sec, 72°C for 70 sec, and 72°C for 10 min for the final extension step. 
PPM characterization
The chemical structure of the three PPM columns investigated in this work is provided in Figure S1 . It can be seen that the cross-linked PPM networks have positive charges scattered along the polymer structure, due to the presence of DADMAC.
Figure S1: Structure of cross-linked poly(DADMAC-co-EDGA), poly(DADMAC-co-1,6-HDDMA), and poly(DADMAC-co-EGDMA) networks.
Attenuated total reflectance-Fourier transform infrared (ATR-FTIR) spectra for the DADMAC monomer (in powder form), poly(DADMAC-co-EGDMA), poly(DADMAC-co-EGDA), and poly(DADMAC-co-1,6-HDDMA) were obtained on a Nicolet 4700 FTIR spectrometer as shown in Figure S2 . The band at 3470 cm -1 is attributed to the N-H stretching in the unsaturated primary amine groups of DADMAC. 1 The peak at 1741 cm −1 , corresponding to the C=O stretching from EGDA, EGDMA and 1,6-HDDMA 2 is absent in the DADMAC spectrum. The absorption at 1644 cm −1 represents the C-N stretching vibration in secondary amine group, followed by the NH bend. The band at 1482.5 cm −1 indicates the presence of a long carbon chain with a high degree of regularity for the backbone structure. 3 Figure S2 : ATR-FTIR spectra for DADMAC (powder), poly(DADMAC-co-EDGA), poly(DADMAC-co-1,6-HDDMA), and poly(DADMAC-co-EGDMA). Figure S3 : Green (live) and red (dead) stain intensity variation with the contact time for poly(DADMAC-co-EGDA), poly(DADMAC-co-1,6-HDDMA), and poly(DADMAC-co-EGDMA) networks. 
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